This study is concerned with finding a numerical solution to the delay epidemic model with diffusion. This is not a simple task as variables involved in the model exhibit some important physical features. We have therefore designed an efficient numerical scheme that preserves the properties acquired by the given system. We also further develop Euler's technique for a delayed epidemic reaction-diffusion model. The proposed numerical technique is also compared with the forward Euler technique, and we observe that the forward Euler technique demonstrates the false behavior at certain step sizes. On the other hand, the proposed technique preserves the true behavior of the continuous system at all step sizes. Furthermore, the effect of the delay factor is discussed graphically by using the proposed technique.
INTRODUCTION
One of the greatest threats that the world is facing is Human Immunodeficiency Virus (HIV) and its development into Acquired Immune Deficiency Syndrome (AIDS). This is the disease that attacks the immune system of the human body. There are specific type of white blood cells that fights against disease. HIV interrupts the body's ability to fight the organism, causing disease. When the CD4 cells are decreased up to the certain level, the immune system becomes too weak to defend the body against the infection. The role of mathematical models in studying infectious diseases, such as Hepatitis C and HIV/AIDS, is very significant [1] . Many existing models have studied the HIV/AIDS dynamics without considering the delay factor, which do not provide us with accurate results [2] . It is more realistic to apply the delay model when studying HIV/AIDS disease as it is a better fit to the real phenomenon. The delay models are compatible with the real situation. Models used widely to study the infectious dynamics contain non-linear differential equations without delay, but these models can be made more appropriate and comprehensive to study the viral infection in a better and more concise way. Delay mathematical models have been studied extensively by many researchers [3] [4] [5] [6] [7] . Recently, the role of delay factor has been investigated for the biological systems as many biological systems observe the time delay property [8] .
Various researchers have pointed out the difficulties and discrepancies in the classical models. They improved the existing models by introducing some key facts, such as diffusion, the time delay, and other related factors. For reference we can see that Pan-Ping Lin discussed epidemic models with diffusion and delays and used Neumann boundary conditions. Many researchers pointed out that in some infectious diseases, such as Hepatitis, AIDS, Cholera etc. [9] [10] [11] [12] , symptoms do not appear immediately. The individual required a certain period of time after getting the infection before exhibiting symptoms, and this is known as the expose period. In some diseases, a time delay is necessary to investigate the dynamics of the infection. In such types of diseases, the change in the state of infection at any time depends on time as well as on other influencing factors before the moments under consideration [13] [14] [15] . It is matter of fact that an individual moves in the community due to many reasons, and so the diffusion term in the model with delay factor is better to use for this study of disease dynamics [16] [17] [18] [19] . Thieme and Zhao investigated a reaction diffusion model with delay and studied the spatial spread of the epidemic disease. They found the traveling wave solutions and propagation speed [20] [21] [22] . Li et al. addressed the Turing pattern formation on the time-delayed epidemic model [14] .
The dynamical behavior of epidemic models with the time delay is the most common and interesting topic that has sparked the interest of researchers nowadays. It is a matter of fact that infection does not spread with the same speed in all parts of the world. In some areas it communicates rapidly, and in others it spreads slowly. This situation can be handled by considering the reaction-diffusion term in the model. In this study, a timedelayed epidemic model for HIV/AIDS infection is studied with reaction diffusion.
Mathematical modeling is a useful tool for the study of the dynamical system relating to difference physical phenomenon [23] [24] [25] [26] [27] [28] and the mechanism behind how an infectious disease can spread into a population. The future course of an outbreak and measures to control an epidemic can be predicted through modeling. The basic idea of modeling-to study the rapid rise and fall of the infected population-was given by Kermack and McKendrik [29] . A detailed history of SIR epidemic models may be found in the classical books of Bailey, Murray, and Anderson and May. In this study we discuss the epidemic model of HIV(AIDS) with a delay factor and diffusion. Delay is a comprehensive term used in physical models of epidemiology. Various authors have proposed several epidemic models of delay differential equations for the study of the control of the dynamics of infectious diseases with the help of the delay factor [7, 19, [30] [31] [32] [33] [34] [35] [36] [37] [38] . Vaccination may be used as a delay factor for some diseases. Education about a certain disease, i.e., precautions and safety measures for a specific disease, may result in slowing the communication of the disease and may thus act as a delay factor. 
MATHEMATICAL MODEL
where τ is the incubation period. This is a time during which an infected individual will become infectious, i.e., they can spread the infection further. The incidence rate βS(t − τ )I(t − τ )e −µτ appearing in the second equation of system (1) represents the rate at time t − τ at which susceptible individuals are leaving the susceptible class and entering the infectious class at time t. Therefore, the fraction e −µτ follows on from the assumption that the death of individuals follows a linear law given by the term −µτ [38] . The compartmental (SIR) model is designed for an HIV/AIDS model that comprises three non-linear equations that involve ordinary derivatives and a delay factor. The assumption is made that all the individuals in the population are intermixing freely with each other, so the individuals of one area cannot be distinguished from the individuals of the other area. If the situation is different from this, then disease may communicate with different rates in different areas; it thus becomes necessary to model the problem depending upon space as well as time. It seems practical to take into account the diffusion factor for the study of underlying disease, justifying the study of the spread of disease in space. The delayed delay reaction equations obtained from the model are
The second order partial derivatives in the model with respect to x (the space variable) describe the diffusion in space. The term βS(t − τ )I(t − τ )e −µτ in the second equation of model addresses the incidence rate at moment (t − τ ). This term is developed by using the law of mass action in epidemiology [40] . At this particular term the (t −τ ) susceptible exit their compartment and join the infected class. Meanwhile, the factor e −µτ reveals that the death of an individual at time τ obeys the linear law as expressed by −µτ . This fact can be followed from the assumption made in the model as discussed [41] . The time delay (τ > 0) is a specific time (incubation period) of the disease in which a pathogen reflects the symptoms in the individual. After this period of the time, the infected individual become infectious and can spread disease in the susceptible population. Since R is not present in the first two equations of the above system, we can consider
With the initial set of conditions being
and homogeneous Neumann boundary conditions.
Qualitative Behavior
The epidemic models exhibit two types of steady states: the infected steady state and uninfected steady state. The steady states employed by the delay epidemic model of HIV/AIDS dynamics are given as Uninfected steady (US) state = bN µ , 0 and Infected steady (
is the reproductive number of the HIV/AIDSS epidemic model. When R 0 < 1 the disease is going to be at an end and when R 0 > 1 then disease will spread further.
NUMERICAL MODELING
Numerical modeling involves the study of methods to find approximate solutions to differential equations. In recent times, numerical solutions of delay differential equations are of great import due to the versatility of the modeling processes in different fields [42] [43] [44] [45] [46] [47] [48] . Various physical systems involving delay differential equations possesses the physical phenomenon like population sizes, concentration, density and pressure etc. required the positive solution. The numerical technique used to solve these systems must preserve the positive solution of delay differential equations. It is not an easy business to find the numerical solution of these systems as they demonstrate some important physical properties that should be preserved by a numerical method [49] [50] [51] . In general, the numerical schemes for special mathematical models, such as population dynamics and concentration profile, are a substance that do not show specific properties attached to the situation, such as positivity, boundedness, etc. These computational methods, if such properties are guaranteed, lead to some more restrictions on the choices of step sizes, which pay a high computational cost. In our case, however, we propose a numerical algorithm that not only handle the structural properties of the dynamical system but also provide a convergent solution for large step sizes, which means a very low computational cost. In this study, we design an efficient numerical technique for the solution for delayed reaction-diffusion epidemic models. This technique preserves all the important structures of the continuous delayed reaction-diffusion epidemic systems, such as positivity, stability of equilibrium points, etc. We also further develop the Euler technique for the proposed continuous system in order to validate the efficacy of our proposed technique.
Forward Euler Finite Difference Method
The Finite Difference Method is a numerical method that deals in mathematical sciences to solve differential equations by discretization. The Forward Euler technique is a widely used, well-known numerical technique in which derivatives are discretized by finite differences. In this approximation method, forward difference is used for the time derivative and central difference is implemented on the space derivative. By applying this technique on the system (4) and (5), we have
where
Stability Analysis of Forward Euler Method
As for as stability of the forward Euler technique for where the system under study is concerned, we first implement the Von-Neumann stability within the scheme (6) . The Von Neumann stability method is very efficient and widely used method to see the stability of the finite difference schemes. First, we consider the scheme (6),
Put S n i = ξ n e jβih into the above scheme and use linearization, and we have ξ n+1 e jβih = ξ n e jβih + R 1 ξ n e jβ(i+1)h − 2R 1 ξ n e jβih + R 1 e jβ(i−1)h −k ′ µξ n e jβih − k ′ βξ n e jβih
The difference scheme is stable if amplification factor, |ξ | ≤ 1. We thus get
. Again, by following the same steps as implemented on scheme (6), first consider the Equation (7) I n+1
Put I n i = ξ n e jβih into the above scheme and use linearization, and we have ξ n+1 e jβih = ξ n e jβih + R 2 ξ n e jβ(i+1)h − 2R 2 ξ n e jβih + R 2 ξ n e jβ(i−1)h +k ′ βξ n−m e jβih e −µτ − k ′ (k + µ + α 0 )ξ n e jβih
Proposed Finite Difference Method
The non-standard finite difference scheme is made up of a general set of methods in numerical analysis that provide numerical solutions for differential equations by constructing a discrete model [52] . It was first introduced by R. E. Mickens in 1989. The proposed finite difference scheme [49] is designed with the help of ideas given by Mickens [52] .
and Proof:
We will prove this theorem by using a mathematical induction method. By ensuring n = 0 we achieve
which implies that I 1 i > 0, supposing that the result is true for n = r S r+1
Now we need to prove that the result is true for n = r + 1 , n + 1 is the discretization of time while i represents the space variable. The same process can be performed by allotting different values to i, as i = 0 in the first step, then replacing it with i = 1, 2, 3, · · ·N − 1 for the hypothesis step, and lastly, we can easily prove the results for i = N, the inductive step.
Stability Analysis of Proposed Finite Difference Method
The Von Neumann technique is once again applied to the proposed scheme to check the stability. For this we have
Put I n i = ξ n e jβih into the above scheme and use linearization, and we have ξ n+1 e jβih = ξ n e jβih + R 1 ξ n e jβ(i+1)h − 2R 1 ξ n+1 e jβih +R 1 ξ n e jβ(i−1)h − k ′ µξ n+1 e jβih − k ′ βξ n+1 e jβih
The scheme for Equation (5) is
In a similar fashion, we substitute I n i = ξ n e j βih into the above and apply linearization.
ξ n+1 e jβih = ξ n e jβih + R 2 ξ n e jβ(i+1)h − 2R 2 ξ n+1 e jβih + R 2 ξ n e jβ(i−1)h +k ′ βξ n−m e jβih e −µτ − k ′ (k + µ + α 0 )ξ n+1 e jβih (13) Frontiers in Physics | www.frontiersin.org
After simplification, we have
which implies that ξ < 1 as ξ −m < 1.
Consistency Analysis
While considering the series expansion purposed by Taylor in our proposed FD method, we produced a consistency analysis: Similarly, for the Forward Euler technique we obtained the expression
Now, putting the values S n+1 i , S n i+1 , and S n i−1 into the above and simplifying them, we get
Put k ′ = handh → 0, where the expression given above takes the form as (4). The proposed technique for a susceptible compartment is 
Put k ′ = h 3 with h approaching zero 0, and the equation given above reshapes as (4) . The Taylor series expansions of I n+1 i , I n i+1 , and I n i−1 are 
The forward Euler technique for an infectious compartment is
Now, putting the values of I n+1 i , I n i+1 , and I n i−1 into the above and simplifying them, we get, Putting k ′ = h, as h converges to zero, the equation given above becomes the same as (5) . The proposed technique for an infectious compartment is
Now, putting the values of I n+1 i , I n i+1 , and I n i−1 into the above and simplifying them, we get, 
NUMERICAL TEST AND SIMULATIONS
In this section, we present the example related to the model and furnished the numerical simulations with some suitable conditions as mentioned below.
with f 1 (x) = 0.8 and f 2 (x) = 0.2 and boundary couples set of conditions are no flux. As in Figure 1 , the same values of the parameters are considered in Figure 2 . The simulations of the proposed technique in Figure 2 are presented for the uninfected point and demonstrate that it preserves the positivity of the solution, which is the part of the solution of the delayed epidemic model with diffusion.
Once again, the forward Euler technique could not retain the actual behavior of the diffusive epidemic model of HIV/AIDS, as shown in Figure 3 . In the Figure 3 graphs, the simulations are taken at infected steady states and the reproductive value exceeded one. The IS states are stable, and so the system (3)-(5) converges to it. Forward Euler technique, however, fails in this regard and shows the divergence behavior.
As compared to the forward Euler technique, the proposed technique approached the IS state and sustained the positive solution of the continuous delayed reaction-diffusion epidemic system, as depicted in Figure 4 . It revealed that the proposed technique preserved the positive solution of the given delayed reaction-diffusion epidemic system. The proposed technique also captured the stability of true steady states, which are possessed by the HIV/AIDS delay epidemic model.
In Figures 5-8 , we study the behavior of delay factor τ on HIV/AIDS dynamics. All the graphs in these figures are the graphs of the susceptible and infected population at the uninfected steady state. We vary the value of delay factor τ from 6 to 15. When the delay factor is increased, the infection in the population is decreased and susceptibility is increased. This discussion validates the fact that delay factor help to control the spread of disease in HIV/AIDS dynamics.
CONCLUSION
In this study, we have proposed the use of the delay epidemic model of HIV/AIDS dynamics with diffusion and applied two numerical techniques to assess the behavior of the solution of the continuous reaction-diffusion system with a delay factor. The techniques used to solve the proposed epidemic system are the well-known forward Euler technique and proposed unconditionally positivity preserving technique. The reactiondiffusion delayed HIV/AIDS epidemic model revealed a positive solution as the variables involved were the population sizes. The forward Euler technique, however, provided the negative values of the solution, which were not the part of the solution of the model under study. On the other hand, the proposed technique exhibited the same behavior as the solution of the HIV/AIDS delayed reaction-diffusion epidemic model. It preserved the positivity of the solution unconditionally and showed the convergence toward the true steady states of the HIV/AIDS reaction-diffusion system with a delay, as demonstrated in the simulations. The control of the spread of disease with the help of a delay factor was verified by the simulations. In future the proposed method will be applied to multi-dimensional delayed reaction diffusion epidemic models. Similarly, structurepreserving numerical techniques may be designed for fractional reaction diffusion systems with and without a time delay as well as stochastic models associated with diffusion and time delay. Furthermore, the Lie algebra approach may also be investigated for the above mentioned models [53, 54] . 
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